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The pathogenic fungus, Candida albicans contains homologues of the transcriptional
repressors ScTup1, ScMig1 and ScNrg1 found in budding yeast. In Saccharomyces
cerevisiae, ScMig1 targets the ScTup1/ScSsn6 complex to the promoters of glucose
repressed genes to repress their transcription. ScNrg1 is thought to act in a similar
manner at other promoters. We have examined the roles of their homologues in C.
albicans by transcript profiling with an array containing 2002 genes, representing
about one quarter of the predicted number of open reading frames (ORFs) in C.
albicans. The data revealed that CaNrg1 and CaTup1 regulate a different set of C.
albicans genes from CaMig1 and CaTup1. This is consistent with the idea that
CaMig1 and CaNrg1 target the CaTup1 repressor to specific subsets of C. albicans
genes. However, CaMig1 and CaNrg1 repress other C. albicans genes in a CaTup1-
independent fashion. The targets of CaMig1 and CaNrg1 repression, and phenotypic
analyses of nrg1/nrg1 and mig1/mig1 mutants, indicate that these factors play
differential roles in the regulation of metabolism, cellular morphogenesis and stress
responses. Hence, the data provide important information both about the modes of
action of these transcriptional regulators and their cellular roles. The transcript
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